Phage-host specificity tests were accomplished utilizing six serologically unrelated phages with 177 isolates of the genus Leuinea and 44 Citrobacter freundii isolates. A total of 84% of the levineae were infected by at least one of the phages, and 21 phage-host patterns were obtained. Only 9% of the C . freundii isolates were infected. One phage, DM-21, only infected L . rnalonatica whereas the other phages showed no species specificity. Most of the infectivity patterns were specific for either L . arnalonatica or L . rnalonatica, but some patterns showed no host specificity. A correlation was found between dulcitol fermentation and infectivity with DM-21. There was no evidence of a relationship between infectivity and source of isolation. The recommendation that the proposed genus Leuinea be accepted rather than the inclusion of these organisms within the genus Citrobacter is discussed.
With the dichotomy which exists as to the classification of the Leuinea organisms, a unique opportunity arose to utilize the Leuinea phages isolated by Markel and Eklund (7, 7a) as a taxonomic tool to demonstrate whether a relatedness existed between the genera Leuinea and Citrobacter. Major biochemical and serological differences between the two genera have been described and discussed previously (7, 12) . It is apparent that these organisms are being isolated more frequently in the United States (1, 6, 9, 10) and abroad (5, 8, 13) in clinical laboratories, and the need for an agreement on nomenclature is obvious.
The purpose of this study was to test both Levinea and Citrobacter isolates for infectivity by the Levinea phages. The possible use of the phage infectivity patterns for species identification of Leuinea was examined. Correlation between phage infectivity and the hosts' biochemical reactions was also investigated. (7, 7a) . A total of 177 Leuinea orgaisms were tested. Screening criteria for the genus Leuinea and Citrobacter freundii are given in Table 1 . Species differentiation of levinea is based on the possible combination of three biochemical reactions which are listed in Table 2 along with the corresponding reactions for Citrobacter. Also tested were 27 isolates of H,S-positive C. freundii and 16 H,S-negative C. freundii variants which were randomly selected from TSHD isolates and an H,S-positive C. freundii strain (ATCC 8090). A total of 44 Citrobacter isolates were tested.
Phages. The six Levinea phages previously reported (7, 7a) were used in the phage-host susceptibility tests.
Methods. The methods used in the preparation of indicator organisms and host specificity tests have been previously described (7) .
Phage-host specificity tests. The percentage of the Leuinea and Citrobacter organisms infected by at least one Leuinea phage is presented in Table 3 . None of the six phages were infective for any of the H,S-positive Citrobacter isolates and a very low percentage The host specificity tests are segregated into species infected by the individual phages in Table 4 . Five of the six phages lacked species specificity; however, DM-21 appeared to be infective only for L. nalonatica.
Phage infectivity patterns. Phage infectivity patterns of the 177 Leuinea isolates are presented in Table 5 . Patterns '1 to 10 were specific for L. malonatica whereas patterns 11 to 14 were specific for L . amalonatica. Six patterns showed no species specificity. One pattern included those organisms which were not infected by any of the six phages.
Correlation of phage susceptibility with the hosts' biochemical characteristics and sources of isolation. Results indicated that DM-21 was infective for 29 of 110 L . malonatica isolates. Of these 29 organisms, 20 (69%) were dulcitol positive. It was also noted that all 59 isolates of L. arnalonatica were dulcitol negative and were not infected by DM-21. No one infectivity pattern was specific for the dulcitol fermentation; however, 45% of the infected organisms had a pattern consistent with number 6 in Table 5 . There was no apparent correlation between source of the isolates and phage infectivity patterns.
Phages are usually host specific in that their infectivity has been restricted to closely related species of a single genus. However, this specificity is not always observed in the genera included (2) . The opportunity to utilize the Leuinea phages as taxonomic tools to yield evidence as to the classification of levineae has been obvious. If these phages showed a high infectivity for the typical C. freundii, then the contention of Ewing and Davis that the organisms are to be classified as Citrobacter would be apparent and justified (4). As the results indicated, such was not the case. There was no infectivity for the typical H,S-positive C. freundii. The small number of atypical H,S-negative C. freundii organisms which were infected was not significant as compared to the high percentage of the Levinea organisms which were infected ( Table  3) .
Phage infectivity patterns indicated that the phages could be useful in identification of levineae since a number of patterns were specific for only one species. These patterns were reproducible when random samples were selected for retesting.
Correlation was observed between dulcitol fermentation and DM-21 infectivity. No correlation between phage infectivity and source of isolation was apparent. In conclusion, the authors recommend that the generic designation Leuinea, as proposed by Young et al. (12) Citrobacter, yet all members of the tribe Salmonellae have been reported to be serologically related (3); (iv) the addition of C. diuersus as a second accepted species within the Citrobacter genus would necessitate revision of the genus as well as the tribe Salmonellae (4); (v) C . diuersum, originally described by Werkman and Gillen ( l l ) , differs from C. diuersus as described by Ewing and Davis (4) in that it was described as H2S positive, gave an indefinite methyl red test, and was nonmotile. Negative 
